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Uncovering the establishment process of the current distribution pattern,
diversity, and adaptive genes of Chara braunii, especially in East Asia

Sakayama, Hidetoshi
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Chara braunii is distributed worldwide, excluding Antarctica, grows in a
variety of freshwater environments, and exhibits high morphological variability. The current
distribution pattern of C. braunii is thought to be influenced mainly by dispersal by migratory
waterfowl and the creation of secondary environments (e.g., rice fields and artificial ponds for
irrigation) by rice farming that began mainly in East Asia, which has created new niches for this
species. In C. braunii, however, the process of establishment of the current distribution pattern
and the evolutionary process of regional variation, mainly in East Asia, have not been clarified. In

this study, we collected C. braunti from overseas, mainly from East Asia, and analyzed the genetic
diversitx, phylogenetic relationships, and phenotypes within this species to clarify the
establishment process of the current distribution pattern and diversity of C. braunii.
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